
Printed by Jouve, 75001 PARIS (FR)

(19)
E

P
2 

83
7 

94
0

A
1

TEPZZ 8¥794ZA_T
(11) EP 2 837 940 A1

(12) EUROPEAN PATENT APPLICATION

(43) Date of publication: 
18.02.2015 Bulletin 2015/08

(21) Application number: 14185344.0

(22) Date of filing: 20.11.2008

(51) Int Cl.:
G01N 33/569 (2006.01) G01N 33/68 (2006.01)

(84) Designated Contracting States: 
AT BE BG CH CY CZ DE DK EE ES FI FR GB GR 
HR HU IE IS IT LI LT LU LV MC MT NL NO PL PT 
RO SE SI SK TR

(30) Priority: 23.11.2007 DE 102007056583
05.12.2007 DE 102007058516

(62) Document number(s) of the earlier application(s) in 
accordance with Art. 76 EPC: 
08852388.1 / 2 227 692

(71) Applicant: Bruker Daltonik GmbH
28359 Bremen (DE)

(72) Inventor: Weller, Ulrich
50996 Köln (DE)

(74) Representative: Kohler Schmid Möbus
Patentanwälte 
Ruppmannstraße 27
70565 Stuttgart (DE)

Remarks: 
This application was filed on 18-09-2014 as a 
divisional application to the application mentioned 
under INID code 62.

(54) Identification of pathogens in body fluids

(57) The invention relates to the identification of in-
fectious pathogens, particularly viruses, bacteria and
other microorganisms.

The invention provides a method whereby patho-
gens of acute infections can be identified, without first
culturing them in external nutrient media, by mass spec-

trometric measurement of their protein profiles obtained
from pathogens directly precipitated from body fluid into
pellets by centrifuging. With this method, pathogens
which cause acute infections can be identified in less
than one hour.
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Description

[0001] The invention relates to the identification of in-
fectious pathogens, particularly viruses, bacteria and
other microorganisms.
[0002] The invention provides a method whereby path-
ogens of acute infections can be identified, without first
culturing them in external nutrient media, by mass spec-
trometric measurement of their protein profiles obtained
from pathogens directly precipitated from body fluid into
pellets by centrifuging. With this method, pathogens
which cause acute infections can be identified in less
than one hour.

Prior Art

[0003] Many kinds of microorganism (which will also
be referred to below as microbes), particularly bacteria
and unicellular fungi, are very easy to identify by a re-
cently introduced mass spectrometric process in which
small quantities of microbes from a colony cultivated in
the usual way in a nutrient medium are transferred to a
mass spectrometric sample support plate, and then sub-
jected directly to mass spectrometric analysis. The mass
spectrum especially shows the different proteins, provid-
ed they are present in the microbes in sufficient concen-
tration. The identity is then determined from the microbe’s
protein profile through reference to spectral libraries con-
taining thousands of reference spectra.
[0004] The nutrient medium is usually contained in
moist gelatine in a Petri dish, and separate colonies of
pure strains are obtained from swabs in the usual way
by culturing in about six to twenty hours, depending on
the growth rate of the microbes. If the colonies overlap
or become mixed, it is possible to obtain pure colonies,
also in the usual way, by culturing a second time. A quan-
tity of microbe culture is transferred with a small spatula,
stick or pestle from a selected colony onto the mass spec-
trometric sample support plate and a solution of a con-
ventional matrix substance for ionization by matrix as-
sisted laser desorption (MALDI) is sprinkled on. The or-
ganic solvent in the matrix solution usually penetrates
into the microbe cells and destroys them by osmotic
force. The sample is then dried by evaporating the sol-
vent, leading to crystallization of the dissolved matrix ma-
terial. Soluble proteins and also, to a small extent, other
cell substances become incorporated as analyte mole-
cules into the matrix crystal.
[0005] The matrix crystals with the embedded analyte
molecules are exposed to pulsed laser light in a mass
spectrometer, which generates ions of the analyte mol-
ecules. The analyte ions can then be measured accord-
ing to their mass in the mass spectrometer. Time-of flight
mass spectrometers are used preferably for this purpose.
The mass spectrum is the profile of mass values and
intensities of these analyte ions. Protein ions predomi-
nate; the most useful information is found in the mass
range between about 3,000 and 15,000 daltons. In this

method, practically all protein ions carry a single charge
only (number of charges z = 1), which means that it is
possible here simply to speak of the mass m of the ions
rather than always using the term "mass-to-charge ratio",
m/z, as is otherwise usual - and necessary - in mass
spectrometry.
[0006] This protein profile is highly characteristic of the
particular microbe because every species of microbe pro-
duces its own, genetically programmed proteins, each
with a characteristic mass. The protein profiles are char-
acteristic for microbes in rather the same way as finger-
prints are for people. Reliable libraries of mass spectra
of the protein profiles of microbes, suitable for medical
and legal applications (so called "validated libraries"), are
nowadays being developed with cooperation from many
sites, including diagnostics companies, university insti-
tutes, hospitals, and national institutes.
[0007] This identification method has proved to be ex-
traordinarily successful. The certainty of correct identifi-
cation is much greater than was possible with the micro-
biological identification methods used in the past. It has
been demonstrated that the reliability of identification is
well over 95 percent for hundreds of different kinds of
microbes. However, it proved difficult to determine the
reliability properly because the microbes from the known
collections have been wrongly identified in more than on-
ly a few cases. In the end, only genetic sequencing can
help to put the identification beyond any doubt and this
has confirmed the mass spectrometric identification in
the great majority of cases.
[0008] In many cases, this simple procedure even
makes it possible to distinguish closely related strains of
the same species of microbes, as the proteins present
in microbes are genetically programmed and can vary
distinctly between strains. Small changes in the genetic
blueprint necessarily result in proteins with a different
structure and masses that differ from genetically unmodi-
fied proteins; they therefore yield a different protein pro-
file, provided the concentration of the proteins with
changed mass in the microbes is sufficient to produce a
signal strong enough for mass spectrometric analysis. It
has already been possible to correct taxonomic classifi-
cations and relationships of microbes in this way.
[0009] If no reference mass spectrum is present in a
library for the precise species of microbe being examined
(which often happens, due to the hundreds of thousands
of microbe species and the limited size of spectrum li-
braries so far available), library searches with looser sim-
ilarity requirements can provide at least some indication
of the order, family or genus of the microbes, since related
microbes frequently contain a number of identical protein
types.
[0010] For the protein ions of identical microbe spe-
cies, the masses are, by their nature, always identical
and therefore strictly reproducible, but the intensities of
the protein signals reproduce only approximately. The
use of different nutrient media for the culture has an effect
on the metabolism of the microbes and therefore on the
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creation of the different proteins in varying proportions
and so on their concentration and their intensity in the
protein profile. The effect is, however, not strong. The
variations in intensity do not interfere with the identifica-
tion, provided a suitable computer program is used.
Equally, the maturity of the colonies has an effect on the
relative intensities of the protein signals in the mass spec-
tra and here again only to a small extent. Characteristi-
cally different mass spectra from the same species of
microbe are in fact only found in the case of microbes
which can adopt different life-forms, such as spore-form-
ers: the spores exhibit different protein profiles from the
normal cells. If freshly cultured microbes are used, how-
ever, this difference is not important.
[0011] Computer programs for searching libraries and
performing spectral comparisons can cope with varia-
tions in intensity, which only play a subsidiary role here.
As has been noted above, the identification of microbes
with these programs is very reliable. The programs op-
erate without identifying the individual proteins involved
(which could be done by means of fragment ion spectra),
only using the similarity of the mass spectra. In the sim-
ilarity search, masses are regarded as highly significant
and intensities as much lower significant. It is even pos-
sible for some proteins to be absent from the mass spec-
tra (due to very low intensity) without interfering with the
similarity determination: matching the mass values for a
large majority of proteins is enough for identification. Usu-
ally the library spectra store information as to which pro-
tein signals must always be present, for instance, by stor-
ing thresholds for the intensities, or information about the
probability of finding the protein signals under observa-
tion in frequently repeated spectral recordings of different
samples.
[0012] The reference spectra in the spectral libraries
can, for instance, contain the masses, mass tolerances,
mean intensities, standard deviations of the intensities,
and appearance probabilities of the individual protein sig-
nals. The reference spectra are generally obtained from
frequently performed raw measurements, preferably
from different cultures, by automatic computer evalua-
tion; they can also, however, be reduced by including
additional knowledge about the microbes (see, for in-
stance, the patent publications DE 100 38 694 A1 and
DE 103 00 743 A1, W. Kallow et al.).
[0013] The method briefly described above, in which
a few microbes from a colony are smeared onto a re-
served spot on a mass spectrometric sample support,
followed by sprinkling with matrix solution, is the simplest
method of sample preparation and, so far, the fastest.
The process can also be automated with the aid of image-
recognizing pipetting robots for use in routine laborato-
ries. After culturing a colony that is only just visible, it only
takes one or two hours to achieve full identification, even
if hundreds of samples have to be analyzed at the same
time. Mass spectrometric sample support plates for 96
or 384 samples are commercially available; it takes be-
tween about half an hour and two hours to record these

mass spectra. For rush jobs, individual microbe samples
can be identified within a few minutes, although culturing,
which always takes time, is necessary first.
[0014] Other methods of sample preparation have also
been investigated, such as extraction of the proteins after
destroying the microbes ultrasonically in a tube, or ex-
traction methods for the proteins after dissolving the
sometimes resistive cell walls using strong acids. These
methods of decomposition are used when the normal
method of smearing the microbes fails due to the microbe
cell walls not being destroyed when the matrix solution
is sprinkled on. If the normal method yields enough good
mass spectra for a comparison, the decomposition meth-
ods give results that are very similar to the simple smear-
ing method, but do often exhibit clearer mass spectra
with less background interference. Both methods yield
mass spectra which can identify the microbes using the
same library of reference mass spectra.
[0015] Today, the mass spectra of the microbe proteins
are recorded using time-of-flight mass spectrometers op-
erating in linear mode, due to the particularly high detec-
tion sensitivity, although the mass resolution and mass
accuracy of the spectra from time-of-flight mass spec-
trometers operating in reflector mode is significantly bet-
ter. In reflector mode, however, only around a twentieth
of the ion signals appear and the detection sensitivity is
up to two orders of magnitude lower. The reason for the
high sensitivity is that, when a time-of-flight mass spec-
trometer is operating in linear mode, not only the stable
ions are detected, but also the fragment ions generated
by "metastable" ion decay. Secondary electron multipli-
ers are used to measure the ions, as a result of which
even neutral particles created en route as a result of ion
decay are measured by the ion detector, since they also
generate secondary electrons on impact. All of these
fragment ions and neutral particles that have been cre-
ated from one parent ion species have the same velocity
as the parent ion and therefore reach the ion detector at
the same time. The time of arrival is a measure of the
mass of the original intact ions.
[0016] For many applications, the higher detection
sensitivity is of such importance that many of the disad-
vantages of linear operation of the time-of-flight mass
spectrometer, such as a significantly lower mass resolu-
tion, are accepted. For these applications, the energy of
the desorbing and ionizing laser is increased, raising the
ion yield but also decreasing their stability, although that
is not of great importance here.
[0017] Recording mass spectra with time-of flight mass
spectrometers generally requires a large number of sin-
gle spectra to be recorded and digitized in rapid succes-
sion; usually producing a sum spectrum by adding to-
gether measurements with the same flight time. The ions
for each individual spectrum are generated by a shot from
a pulsed UV laser. This method of generating sum spec-
tra is necessary because of the low dynamic range in an
individual spectrum. A minimum of 50 and in some cases
even 1,000 or more individual spectra are recorded; a
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sum spectrum generally consists of several hundred in-
dividual spectra, and these can be recorded and added
together within a few seconds in modern mass spectrom-
eters. The total time required to record a sum spectrum
depends on the number of individual spectra and on the
firing frequency of the laser being used. Lasers firing at
between 20 and 200 hertz are in use nowadays for this
purpose, but other electronics as, for instance, delayed
acceleration voltages also must be switched correspond-
ingly, determining the applicability of faster lasers. If me-
dium-speed processes are used, somewhere between 2
and 30 seconds are required to record a good sum spec-
trum.
[0018] In the fields of application mentioned above,
mass spectra extending from about 1,000 daltons up to
the high mass ranges of, for instance, 20,000 daltons are
measured. It has been found that the mass signals in the
lower range of masses up to about 2,500 daltons cannot
be effectively evaluated, as they originate from externally
attached non-specific peptides and other substances
whose presence tends to be random and variable. For
microbes smeared onto the sample support plate, the
best identification results are obtained when only the
mass signals in the range between about 3,000 and
15,000 daltons are evaluated. For microbes decom-
posed after thorough cleaning in centrifugation tubes and
transfer of the decomposition liquid to a sample plate with
pre-prepared thin layer matrix, the mass range from 1000
to 15000 daltons may used since the resulting spectra
are much clearer and better reproducible in the lower
mass range.
[0019] For the reasons of low mass resolution men-
tioned above, isotope groups cannot be resolved in these
mass ranges. The isotope groups consist of ion signals
that differ by only one dalton. Only the envelopes of the
isotope groups are measured. However, mass spectro-
metric measurement methods that offer a higher resolu-
tion and higher mass accuracy are also known; but it is
not yet known whether comparable sensitivities can be
achieved with them.
[0020] This method for identifying microbes generally
requires a pure culture of microbes in order to obtain a
mass spectrum that is not overlaid by the signals of other
microbes. It has, however, been found that mass spectra
from mixtures of two microbe species can be evaluated,
and that both species of microbe can be identified. The
reliability of the identification is only slightly affected. If
more than two microbe species are included in the mass
spectrum, the probability and reliability of identification
decrease very sharply.
[0021] The method for simply identifying microbes by
mass spectrometry can find applications in many fields,
such as the monitoring of drinking water or quality control
in food manufacture. In food manufacture, the species
of microorganisms present are crucial to whether the food
can be consumed without risk. We need only think of
harmful staphylococci, streptococci or salmonella, which
must be detected through ongoing checks. On the other

hand, beer, wine, cheese and yoghurt could not be cre-
ated without the useful work of billions of microbes. Purity
of the strains is crucial for their use.
[0022] Particularly strict and reliable monitoring is re-
quired in the medical field. Pathogens must be kept away
from hospitals. Constant monitoring of the microbes, and
their identification, is a strict statutory requirement for op-
erating rooms, for example.
[0023] The identification of microbes involved in infec-
tious illnesses plays a particular role. Here it is important
to be able to identify the pathogens very quickly so that
the correct medical intervention can be taken immediate-
ly. In spite of the need to first grow microbe cultures, the
method of mass spectrometric identification is one or two
days faster than the microbiological methods used up to
now. Nevertheless, it still takes about 12 to 24 hours, and
the time can be significantly longer if a second culturing
happens to be necessary. For many applications, partic-
ularly in the case of acute infections, this time is too long,
and the search for faster procedures is urgent.
[0024] In WO 2002/021,108 A2 (N. G. Anderson and
N. L. Anderson), a method is presented to extract, sep-
arate, and purify microbes including viruses by twodi-
mensional ultra-centrifuging directly from body fluids or
homogenized tissue. In a first centrifuging step, all par-
ticles are removed having a sedimentation speed higher
than those of the microbes to be identified. In the second
ultra-centrifuging step, isopycnic banding is used in liq-
uids filled in to form a wide-range density gradient, using
special serrated centrifuge tubes. The microbanded mi-
crobes can be recognized and taken out by complex ap-
paratuses, washed, even centrifuged after washing once
more to form pellets, in order to prepare samples con-
taining one kind of microbes only for different types of
analysis procedures. "Once the viruses from a biological
sample have been highly purified and concentrated by
the twodimensional centrifugation technique as de-
scribed above by using microbanding centrifuge tubes,
the viruses are amenable for use in many other assays."
(Page 17, line 7). Among the many different types of as-
says enumerated in the patent, also mass spectrometric
analysis with ionization by matrix-assisted laser desorp-
tion is mentioned, describing shortly the smearing proc-
ess onto sample plates with adding matrix solution, ac-
cording to a cited literature publication. This patent pub-
lication is an outstanding description of the various cen-
trifuging procedures which can be applied to body fluids
to receive separated species of microbes in complex mix-
tures of microbes. Interestingly, the claims are directed
only to methods and apparatuses to detect and localize
light emitted or scattered by the microbanded samples
in a centrifuge tube in order to detect the microbands
which are difficult to observe.
[0025] An alternative method to destroy human parti-
cles of the pellet without destroying the microbes is to
dissolve the human particles by tensides, e.g. saponin.
This method is well-known by microbiologists and briefly
described in WO 2002/021,108 A2 cited above. There
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are lysis-centrifugation tubes for the isolation of microbes
in blood ("Isolator™") commercially available from sev-
eral companies since more than thirty years.

Objecfive of the Invention

[0026] The objective of the invention is to provide a
method with which infectious pathogens in body fluids
can be identified preferably within only about one hour.

Brief Description of the Invention

[0027] The invention is based on the surprising fact
that, in the vast majority of cases (well over 70 percent),
acute infections in body fluids are attributable to only a
single pathogen species that has overgrown all other
species of microbe and that these pathogens are always
present in very high concentrations of typically between
104 and 108 pathogens per milliliter. In a small proportion
of around 15%, two species of pathogens are present in
such amounts that both can be detected in the mass
spectra. This exclusivity in the types of pathogens
present in acute infections is in sharp contrast to the pres-
ence of microbes in or on the human body under other
circumstances. For instance, the 1014 bacteria typically
found in the human intestines are distributed across at
least 400 bacterial species that live in equilibrium with
one another.
[0028] The invention consists in directly precipitating
the pathogens involved in an acute infection from the
body fluid, for instance by centrifuging for between 5 and
10 minutes at a speed of at least 10,000 rpm, and, pos-
sibly after an optional washing stage followed by further
centrifuging, subjecting the pathogens of the pellet to
analysis by mass spectrometry. A preferred method con-
sists of decomposing the pathogens in the precipitated
pellet by acids and organic solvents, centrifuging once
more, and subjecting the supernatant decomposition flu-
id containing the proteins to mass spectrometric analysis.
For reasons presented above, mass spectrometric anal-
ysis leads to mass spectra from a single pathogen spe-
cies in most cases, and in much less cases to mass spec-
tra from mixtures of two pathogen species. Only in a few
cases is it not possible to evaluate the mass spectra due
to the presence of more than two species of pathogens.
The mass spectra can therefore regularly be evaluated
successfully; the procedure is extremely fast. If a mass
spectrometer is available immediately, and if the working
time is optimized, it can be carried out in around 20 to 30
minutes.
[0029] The direct precipitation into pellets must some-
times be made possible by adding some low-density flu-
ids like water, methanol or others in order to lower the
density of the body fluid to a value below the density of
the pathogens. The added liquids, however, must keep
the pathogens intact, so that intact pathogens are pre-
cipitated. In contrast to WO 2002/021,108 A2, the forma-
tion of isopycnic microbands is avoided because the mi-

crobands require complex apparatuses for their recog-
nition and their taking out of the liquid, even if that means
that some mixtures of pathogens with other pathogens
or other body fluid particles are precipitated.
[0030] This method can be applied directly and suc-
cessfully to all clear body fluids such as urine, lacrimal
fluid, nasal discharge, lymph, synovial fluid or cerebros-
pinal fluid. In body fluids which contain corpuscles, such
as whole blood or the discharge from an abscess, an
intermediate stage for destruction of the corpuscles can
be included.
[0031] In acute infections, pathogens are usually
present in large numbers. For instance, in the case of
inflammation of the urinary tract or kidneys, around 105

to 107 pathogens are present in a milliliter of urine. Since
only around 103 to 104 microbes are required for mass
spectrometric analysis, centrifuging will immediately
yield sufficient quantities of pathogens for mass spectro-
metric identification.
[0032] If more than 105 microbial pathogens are
present in the centrifuged sample, the deposited pellets
are visible to the naked eye. But even if there are fewer
microbial pathogens in the body fluid, fast extraction and
decomposition methods can be applied successfully to
the then invisible pellets. The extraction processes for
the proteins in the pathogens are very fast and add only
a few minutes to the total analysis time.
[0033] It is also possible, if appropriate measures and
additives are used, to culture the pathogens in the body
fluid directly, as, for instance, with the known method of
"blood culture" by directly incubating the bag of whole
blood. Such culturing is significantly faster than growing
cultures in Petri dishes and can, particularly in the case
of heavy infections, often provide sufficient pathogens
for identification within an hour.
[0034] Acute infections can also be caused by non-
microbial pathogens like viruses, Chlamydia and Rick-
ettsia, none of which can be cultured in a nutrient medi-
um, as they can only multiply in host cells. In acute in-
fections, certain forms of these pathogens are found in
extremely high numbers in body fluids and can be effec-
tively precipitated in an ultracentrifuge in spite of their
small size; it is known that they can also be identified by
their specific proteins measured by mass spectrometry.
Viruses are present in body fluids in the form of virions.
These have highly characteristic coat proteins in the form
of a capsid, within which the RNA or DNA of the virus is
protected. The coat proteins can be identified by mass
spectrometry due to their specificity. Sometimes, lipopro-
teins of a lipoprotein envelope are found in addition.
Chlamydia are found in body fluid in an extracellular form
as "elementary bodies"; they, and similar forms of Rick-
ettsia, each carry their own proteins.
[0035] Viruses can also be identified through a mass
spectrometric analysis of their RNA or DNA, if this is de-
composed by special methods of enzymatic digestion.
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Preferred Embodiments

[0036] The invention provides a basic method for the
identification of microbial and non-microbial infectious
pathogens in body fluids that is significantly easier and
faster than previous methods, most of which involve cul-
turing colonies of the microbes in nutrient media in Petri
dishes. The method according to the invention can even
be applied to viruses, Chlamydia and Rickettsia, for
which the cultivation of colonies in nutrient media is not
possible as they only multiply within host cells. The basic
method according to the invention consists of separating
the pathogens (including viruses) from a body fluid in
which infection is suspected by centrifuging the patho-
gens into pellets, and subjecting the pathogens to mass
spectrometric analysis of their proteins for an identifica-
tion, e.g. by applying matrix-assisted laser desorption to
the pathogens smeared onto sample support plates.
[0037] If the pathogens are of low density, direct pre-
cipitation in a centrifuge might not be possible. The direct
precipitation into pellets, therefore, must sometimes be
made possible by adding some low-density fluids like wa-
ter, methanol or others in order to lower the density of
the body fluid to a value below the density of the patho-
gens. The added liquids, however, must keep the path-
ogens intact, so that intact pathogens are precipitated.
[0038] The invention is based on the direct precipita-
tion of the pathogens into pellets, quite in contrast to WO
2002/021,108 A2, which teaches the formation of isopyc-
nic microbands by ultracentrifugation. Microbands are
avoided here because they require complex apparatuses
for their recognition and their taking out of the liquid.
[0039] A preferred derivative of the basic method in-
cludes extracting the proteins from the pelleted patho-
gens still inside the centrifuging tube, centrifuging once
more to precipitate the pathogen walls and other non-
dissolving particles, and subjecting the dissolved pro-
teins in the supernatant fluid to the mass spectrometric
identification process of the pathogens. The mass spec-
trometric analysis of the supernatant fluid may be based
on an ionization of the proteins by electrospray, or by
matrix-assisted laser desorption.
[0040] A further derivative of the basic method accord-
ing to the invention consists of culturing the pathogens
in the body fluid by incubating, possibly after adding some
nutrients, before the pathogens are centrifuged into pel-
lets and subjected to mass spectrometric identification.
[0041] The pathogens are most easily separated by
brief centrifuging for between 5 and 10 minutes. Viruses
require the stronger force of an ultracentrifuge. The re-
sulting pathogen pellet can then be washed one or two
times, preferably with distilled water, to remove a high
proportion of any associated proteins and other impuri-
ties from the body fluid. The centrifuging process is re-
peated after each washing stage. If the pellet is visible
to the naked eye, it can be assumed that it contains at
least around 100,000 microbial pathogens.
[0042] In this case of a visible pellet, simply smearing

the sample on the sample support will in most cases be
enough to lead to successful identification. The separat-
ed pathogens from the pellet can be applied to a mass
spectrometric sample carrier using a small spatula or a
small rod, sprinkled with matrix solution and then put into
the mass spectrometer after drying and crystallization of
the matrix substance. In general, the matrix solution pen-
etrates into the pathogens, causing them to burst due to
osmotic effects. Small crystals of matrix substance form
as the sample dries and the pathogenic proteins are em-
bedded during the process of crystallization.
[0043] This procedure, however, is not always recom-
mendable for several reasons. Extraction and decompo-
sition is, for instance, required if the pathogens in the
pellet cannot simply be smeared onto the sample support
plate, for instance because the pathogens create a slimy
pulp that will not adhere. Another reason is that some
species of pathogens have cell walls so strong that they
are not destroyed by osmosis when exposed to the or-
ganic solvent in the matrix solution on the sample plate.
In all these cases, decomposition of the pathogens with
extraction of the proteins will always be necessary, but
this also takes only a few minutes. If the pellet is not
visible, decomposition is always to be recommended.
[0044] The most essential reason for applying the de-
composition process, however, is the risk of infection of
the laboratory personnel. Particular care must be taken
with infectious material, as the laboratory physician will
know. Due to the risk of infection, it is therefore appro-
priate to kill off the microbes in some suitable way without
changing the proteins at the same time to the extent that
identification by means of the protein profile is no longer
possible. Here again, the extraction method described
below in more detail offers a method of implementing
such a hygiene precaution.
[0045] The pellets with the separated pathogens are
subjected within the centrifuge tube to an extraction proc-
ess for the proteins prior to the mass spectrometric anal-
ysis, by adding suitable acids and suitable organic sol-
vents. The acids weaken the cell walls, and the organic
solvents penetrate into the pathogens by osmosis, mak-
ing them burst and helping to dissolve the internal pro-
teins. The extraction process is also known as the de-
composition process.
[0046] To go into more detail, the decomposition can,
for instance, be achieved through the following protocol:
while still in the centrifuging container (for instance an
Eppendorf cup) the pellet is dissolved by carefully stirring
it with a few microliters of 70-percent formic acid, which
greatly weakens the often very tough cell walls, if it does
not actually destroy them. After about one minute, an
approximately equal quantity of acetonitrile is added, by
which the cell walls are finally destroyed by osmotic forc-
es and the proteins released from inside the microbe.
The solution is centrifuged once again in order to sepa-
rate out the solid components such as cell wall fragments.
The supernatant, which now contains the pathogenic pro-
teins, is subjected to mass spectrometric analysis by ap-

9 10 



EP 2 837 940 A1

7

5

10

15

20

25

30

35

40

45

50

55

plying drops to the mass spectrometric sample support
using a pipette.
[0047] There are prefabricated sample support plates
with spots of thin layers of matrix substance, onto which
the extraction liquid can be pipetted; the matrix substanc-
es will be partially dissolved by the added acetonitrile.
As a result, the proteins are embedded in the small crys-
tals during recrystallization as the solution dries. Other
types of sample plates possess hydrophilic spots within
hydrophobic ambience; the extraction liquid can be pi-
petted onto the hydrophilic spots, mixed with a solution
of matrix material, after which it is dried for a few minutes
in air, e.g., a warm air stream, or in a vacuum container.
Or the matrix solution can already be added to the ex-
traction liquid.
[0048] In addition to this method of decomposition us-
ing chemical and physico-chemical agents such as acids
or organic solvents for osmosis, decomposition can also
be done or supported using quite different methods, such
as destroying the cell walls by physical means. The cell
walls can, for instance, be destroyed by acoustic irradi-
ation, such as in an ultrasonic bath. Mechanical methods
can also be used, such as a micro-pestle for crushing or
grinding the microbes directly in the centrifuging contain-
er.
[0049] The method of decomposition supplies very
pure, clear mass spectra in a mass range up from about
1000 daltons without any interfering background, and re-
quires only a few additional minutes. It can therefore eas-
ily be applied as a standard method in order to avoid
altogether the sometimes troublesome and potentially
dangerous "smearing" of the intact, still living and highly
infectious microbes. If a mass spectrometer is available
immediately, identification can be achieved within less
than half an hour.
[0050] The mass spectrum largely represents the pro-
file of the soluble proteins in the pathogens; the insoluble
cell-wall proteins of the microbes are generally not visible
in the mass spectrum. As is known to the specialist in
the field, for proteins of low solubility, such as the coat
proteins of viruses, the solubility can be increased
through the use of special solvents. It is quite possible
for some substances that are not proteins to appear in
the mass spectrum; for simplicity, however, the term "pro-
tein profiles" will be used here to refer to the mass spectra
of the pathogens.
[0051] For mass spectrometric analysis with ionization
by matrix-assisted laser desorption, the sample support
plate with the dry samples is inserted through a vacuum
lock into the vacuum system of a mass spectrometer.
The matrix crystals with the embedded protein molecules
are then exposed to pulsed laser light in the ion source
of the mass spectrometer; this creates ionized protein
molecules in a plasma vapor cloud; the ion masses of
the different types of protein ions can then be measured
in the mass spectrometer. Preferably, a time-of-flight
mass spectrometer with a linear flight path, not employing
a reflector, is used for this purpose. The time-of-flight

mass spectrometer separates the electrically accelerat-
ed ions because, given the same energy by the same
accelerating force in the electrical field, the heavier ions
have a lower flight velocity than the lighter ions. The time-
resolved ion current at a detector located at the end of
the flight path therefore directly constitutes a mass spec-
trum from light to heavy ions, because the relationship
between flight times and masses is known. The mass
spectrum is the intensity profile of the mass values of the
proteins, each with genetically determined characteristic
masses.
[0052] The supernatant fluid may also be analysed by
electrospray ionization, e.g., in a time-of-flight mass
spectrometer with orthogonal ion acceleration (EI-
OTOF-MS). The mass spectra obtained are highly mass
resolved, but look very different because electrospray
ionization delivers multiply protonated ions, particularly
for ions in the interesting mass range from m = 1,000 to
20,000 daltons. There are methods, however, to compute
a virtual mass spectrum of the protein ions, as it looks
with ions of single charges only. The computer programs
use the fact that the high mass resolution exhibit the iso-
topic pattern and thereby the number of charges for each
species of protein ion. On the other hand, there are meth-
ods to deprotonate the ions down to singly-charged ions
by adding deprotonating anions to the multiply charged
protein ions in special reaction cells.
[0053] The mass spectrum of the pathogen’s proteins
must then be compared with reference spectra from a
library, and the pathogens are thereby identified on the
basis of similarity criteria between the mass spectra. This
method is part of the prior art, and is known to those
skilled in the art. Reliable libraries of the mass spectra
of the protein profiles of microbes, suitable for medical
and legal applications (said to be "validated"), are being
developed at many sites, including a variety of central
national institutes, e.g. for the monitoring and prevention
of disease. Libraries containing validated reference
spectra for around 1,500 microbe species and about
3,000 strains are known; these libraries are being ex-
tended every day.
[0054] The invention is thus based on what, in es-
sence, is a known method of mass spectrometric identi-
fication of microbes, but without the otherwise invariably
used, time-consuming preparation of microbe cultures in
an external nutrient medium. The invention obtains the
pathogens directly from the body fluid, in which they are
present, in cases of acute infections, with sufficient purity
of species, in contrast to the microbes found elsewhere
in or on the human body.
[0055] The method is thus surprisingly simple; it is sub-
stantially based on the observation that in the great ma-
jority of acute infections, only one, or at most two, species
of pathogens are found in the body fluid above the thresh-
old of detection. And their concentration is surprisingly
high. As a result, when these pathogens are sedimented
from the body fluid in a centrifuge, the quantities of path-
ogens obtained provide enough sample substance for
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measurement, on the one hand, and represent sufficient-
ly pure pathogen cultures, on the other hand. Even in the
presence of two pathogen species, the method still op-
erates satisfactorily.
[0056] The separation of pure pathogen species,
which otherwise is achieved through time-consuming
culturing of separated colonies in nutrient media, is thus
avoided with this method.
[0057] In some cases, the method according to the in-
vention even offers advantages over the purification of
pathogen species by culturing because there are patho-
gens that cannot be cultured in the usual, external nutri-
ent media, such as the frequently occurring and highly
infectious Chlamydia and Rickettsia, both of which can
only thrive inside other cells. Chlamydia and Rickettsia
are microbe species that can only multiply within host
cells, but, in contrast to viruses, they develop their own
metabolism. Chlamydia only multiply in their form as "re-
ticular bodies" within host cells; outside host cells they
are only found as "elementary bodies", with practically
no metabolism. They can be detected in the first flow of
urine or in the discharge from the genital area if they are
present as a genital infection (by far the most common
sexually transmitted disease in Europe). Chlamydia also
cause eye diseases (with loss of sight; common in Africa)
and pulmonary diseases; they can be found in the syn-
ovial fluid of the knee joint and in many other organs as
dangerous pathogens, but are not easy to detect. At
present, successful identification is usually only possible
by DNA sequencing after PCR multiplication; in other
words, a time-consuming method.
[0058] In the same way, viruses in the form of virions
can be obtained from body fluids by ultracentrifuging in
sufficiently large quantities to permit mass spectrometric
identification. The mass spectrum here primarily displays
the coat proteins of the capsid and, sometimes, the ad-
ditional lipoprotein envelope. The coat proteins are man-
ufactured in the host cell specifically by the genetic pro-
gram of the virus, and are therefore highly characteristic
of the individual virus species. Thirty or more different
proteins, which combine to form a regularly shaped coat
of the virus, may be involved. The coat proteins require
a special decomposition process in order to dissolve
them for incorporation into the matrix crystals. The lipo-
protein envelope, which is present in some kinds of viri-
ons, is formed when the virions which have been grown
in the cell are ejected into the surroundings through par-
ticular excrescences in the cell membrane; the virions
then take the lipoproteins with them.
[0059] The applicability of the method to viruses, Rick-
ettsia and Chlamydia gives the invention a special and
outstanding significance, as the microbiological identifi-
cation of these pathogens is a long and difficult process.
They cannot be cultivated in standard nutrient media, but
require host cells in order to multiply. Reliable microbio-
logical identification is carried out by DNA sequencing,
often requiring a week or more, whereas mass spectro-
metric identification takes only a few hours or less.

[0060] Although science does not at present consider
viruses to be living organisms, they are, as usual, includ-
ed in this document under the term "pathogens". Rick-
ettsia and, in particular, Chlamydia, which even until the
1970s were classified as viruses, are now officially con-
sidered to be microbes.
[0061] The body fluids of interest are primarily the clear
fluids. These include fluids excreted by the body, such
as urine, lacrimal fluid, sputum and nasal secretion, but
also internal body fluids, such as lymph, synovial fluid
(obtained by arthrocentesis) or cerebrospinal fluid (ob-
tained by lumbar puncture). In the presence of acute in-
fections, these fluids contain large quantities of patho-
gens, in the range of between 104 and 108 pathogens
per milliliter. If these fluids, nasal secretion for instance,
contain mucous substances (usually protein solutions),
they can be diluted with suitable liquids in order to facil-
itate separation of the microbes.
[0062] The pathogens responsible for inflammation of
the urinary tract can, for instance, be detected in urine.
The 20 to 30 different types of pathogen responsible for
meningitis can be found in the cerebrospinal fluid.
[0063] Body fluids containing a large number of parti-
cles, such as whole blood, pus or cloudy discharges, can
also be identified by the method according to the inven-
tion, but do require additional steps in order to destroy
and remove the particles.
[0064] The method can be applied to infected whole
blood as follows: if the whole blood already contains
enough pathogens, as in the case of acute sepsis, the
pathogens can be directly separated together with the
blood particles by centrifuging. If the pellet is then dis-
solved in distilled water, the blood particles, which only
have weak cell membranes, are destroyed by osmosis,
but the microbes are not. Washing and further centrifug-
ing then deposits a pellet containing well enriched mi-
crobes. Decomposition and mass spectrometric analysis
here often lead directly to very rapid success, as is nec-
essary in the case of acute sepsis.
[0065] If the quantity of pathogens in the blood is not
sufficient for this direct method, then the pathogens can
be cultured in the whole blood inside the blood bag. Some
nutrient medium may be added to the blood for this pur-
pose, and the blood bag is placed in an incubator at a
favorable temperature. This method can increase the
number of pathogens by a factor of about ten within an
hour in favorable cases; usually, however, several hours
are required in order to culture sufficient quantities of the
infection-causing pathogen. But this is still a great deal
quicker than culturing in an external nutrient medium. It
may be necessary to add suitable substances, such as
ion-exchange resins, to the blood in order to bind any
antibiotics that may have been administered to the pa-
tient. The success of culturing pathogens in whole blood
can be detected by the formation of gas (carbon dioxide)
generated by the growing pathogens.
[0066] It is to be expected that, with suitable prepara-
tion, the pathogens present in the secretion from ab-

13 14 



EP 2 837 940 A1

9

5

10

15

20

25

30

35

40

45

50

55

scesses (pus) can be measured directly, although it is
possible that no single pathogen species will predomi-
nate sufficiently to permit identification without further pu-
rification.
[0067] If it is expected that the pathogens which require
identification are to be found inside human cells con-
tained in the body fluid, then the procedure described for
whole blood can be applied to homogenized tissue. After
centrifuging, the human cells can be destroyed by dis-
tilled water, as osmosis causes their membranes to burst.
[0068] The methods described here can be modified
in many ways by those skilled in the art with knowledge
of the invention. Some of these modifications have al-
ready been indicated above; but there are certainly other
methods which, on the basis of the fundamental principle
of direct separation, can generate the highly informative
mass spectra that are required for identification of the
pathogens.

Claims

1. A method for the mass spectrometric identification
of pathogens in a whole blood sample, comprising
the following steps:

(a) destruction of the blood particles in the whole
blood sample,
(b) precipitating the pathogens without further
multiplication from the whole blood sample di-
rectly into a pellet,
(c) subjecting the pathogens to a mass spectro-
metric analysis of their proteins, and
(d) identifying the pathogens by comparison of
the protein mass spectra with reference protein
mass spectra.

2. A method according to Claim 1, wherein in step (c)
the pathogens in the pellet are smeared directly onto
the mass spectrometric sample support plates and
sprinkled with some matrix solution for an ionization
of their proteins by matrix-assisted laser desorption.

3. A method for the mass spectrometric identification
of pathogens in a whole blood sample, comprising
the following steps:

(a) multiplication of the pathogens within the
whole blood sample by incubation,
(b) destruction of the blood particles in the whole
blood sample,
(c) precipitating the pathogens without further
multiplication from the whole blood sample di-
rectly into a pellet,
(d) subjecting the pathogens to a mass spectro-
metric analysis of their proteins, and
(e) identifying the pathogens by comparison of
the protein mass spectra with reference protein

mass spectra.

4. A method according to Claim 3, wherein nutrients
are added before incubation.

5. A method according to Claim 3 or 4, wherein the
detection of gas in the incubated whole blood sample
is used as a first indication for an acute infection.

6. A method for the mass spectrometric identification
of pathogens in a whole blood sample, comprising
the following steps:

(a) separating the pathogens together with the
blood particles into a pellet,
(b) destruction of the blood particles in the pellet,
(c) subjecting the pathogens to a mass spectro-
metric analysis of their proteins, and
(d) identifying the pathogens by comparison of
the protein mass spectra with reference protein
mass spectra.

7. A method according to Claim 6, wherein blood par-
ticles which are present in the pellet are destroyed
by osmosis.

8. A method according to Claim 7, wherein distilled wa-
ter is used for destroying the blood particles in the
pellet by osmosis.

9. A method according to any of the Claims 6 to 8,
wherein a second separating step is inserted be-
tween steps (b) and (c).
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